In an outbreak setting we screened 16296 samples from 3644 patients by PCR for the 22 presence of bla , bla VIM , bla IMP , bla NDM , bla KPC . The gene for bla was found in 43 23 patients en in 9 different species of Enterobacteriaceae. Five patients had Pseudomonas 24 aeruginosa containing bla VIM. The negative predictive value of screening was 100%, the 25 positive predictive value 86%. 26
Most bla OXA-48 positives were from patients considered at risk in the outbreak setting. Two 82 bla OXA-48 positive isolates were obtained at the first admission and were therefore considered 83 non-outbreak related. Timely knowledge of carbapenemase carriage provides the information 84 needed to implement appropriate infection control measures, and to guide adequate treatment 85 of these patients. Since the observed negative predictive value of our screening assay was 86 100%, new admissions may be considered safe when screening is negative. However, carriage 87 may remain undetected until selection for resistant microorganisms after broad-spectrum 88 antibiotic therapy. 89
The positive predictive value of screening was 86%, with false-positives mainly due to 90 negative cultures on selective media, or growth failure of carbapenemase producing isolates. 91
These patients can be asked to submit a follow-up sample to ensure their status. 92
The bla OXA-48 gene is plasmid encoded ( 4, 9) . As a consequence, bla OXA-48 can easily be 93 transferred horizontally to other members of the Enterobacteriaceae family, as was observed 94 in our study, yielding 9 different species positive for bla excluding Shewanella spp. 95 because it can harbour OXA-like enzymes. 96
The bla VIM gene is integron-encoded and most often part of the chromosomal DNA (2). 
